In this study [1] , we investigated the phylogenetic relationships among and within major clades of gastropods using new transcriptome data for 40 species and publicly available genomes and transcriptomes. Since publishing these results, examination of our data by Kevin Kocot revealed that one taxon used as outgroup in our phylogenetic analyses was misidentified. This taxon was originally identified as Chaetoderma sp. However, the correct name is Pholidoskepia sp. Fixing this error does not alter any of the results of our manuscript. We have corrected figures 3 and 4 of the original manuscript by replacing the name. We have also fixed electronic supplementary material figure S3 , and updated our public code repository: https://bitbucket.org/caseywdunn/gastropoda (the last commit at the moment of submitting this corrigendum is https://bitbucket.org/caseywdunn/gastropoda/ src/72b3e594708620bf349b7d3c960ebfd1d67d0f1c?at=master).
In this study [1] , we investigated the phylogenetic relationships among and within major clades of gastropods using new transcriptome data for 40 species and publicly available genomes and transcriptomes. Since publishing these results, examination of our data by Kevin Kocot revealed that one taxon used as outgroup in our phylogenetic analyses was misidentified. This taxon was originally identified as Chaetoderma sp. However, the correct name is Pholidoskepia sp. Fixing this error does not alter any of the results of our manuscript. We have corrected figures 3 and 4 of the original manuscript by replacing the name. We have also fixed electronic supplementary material figure S3, and updated our public code repository: https://bitbucket.org/caseywdunn/gastropoda (the last commit at the moment of submitting this corrigendum is https://bitbucket.org/caseywdunn/gastropoda/ src/72b3e594708620bf349b7d3c960ebfd1d67d0f1c?at=master). These support values were calculated by removing the outgroup taxa from the tree sets used to generate (a) and regenerating consensus trees. The letter on the rooting arrow corresponds to the hypotheses shown in fig. 1 in [1 Figure 4 . Chronogram with estimates of divergence times for internal nodes. Bars correspond to 95% credibility intervals. Fossil constraints were set on nodes A-E: node A, 231 Myr (Leptochiton davolii [2] ); node B, 505 Myr (Plectronoceras cambria [3] ); node C, 475 Myr (Glyptarca serrata, Arenigian [4] ); node D, 530 Myr (Fordilla troyensis from the Tommotian of Siberia [5 -7] ); node D, 418 Myr (Sublitoidea [8] ). We used 550 Myr (ca Terreneuvian; see [9] ) to set a prior density on the root age using a maximum soft bound with 2.5% tail probability. 
